Samples from the same animal, regardless of tissue type, are color-coded, revealing (A) substantial similarity among bacterial communities from almost all animals, regardless of rearing history or feeding status (season). Distinguishing data by rearing history, (B) bacterial communities from wild individuals differed from winter to spring, whereas (C) bacterial communities from farmed individuals were similar in NMDS space, regardless of season. NMDS plots were constructed from cluster analysis based on Euclidean distances of normalized log abundances and the parameters tissue (or sample) type, season (spring or winter), animal length, rearing history (farmed or wild), and sex (male or female). Lines indicate vector overlays on NMDS ordination, indicating the direction of change for a specific parameter and strength of the variability as length of the line. Coordinates 1 and 2 account for 89% of the observed variation.
Supplementary Figure 3
Supplementary Figure 3: Rarefaction curves from fasting and feeding, wild and farm-raised A. mississippiensis. Solid lines indicate OTU (phylotype) identity at 97% and dashed lines indicate OTUs at 96%. OTU classification and clustering was performed using 96% sequence identity. Letters in parenthesis in the chart titles refer to specific animals. Colors correspond to tissue or sample type. Saturation of sampling intensity and OTU recovery has been reached for most samples. The curves for tongue bacterial reads suggest that additional sampling will increase the number of recovered phylotypes, likely reflecting mixed input from the environment and indigenous, resident flora in the mouth. Normalized bacterial class-level composition. Taxonomic assignments were made in RDP at 80% sequence similarity unless otherwise indicated (*), where sequence similarity was lowered to 60%. Other taxa are phyla that constituted less than 2% of recovered reads. Additional information on host animal sex and length (cm) are also included. Normalized bacterial class-level composition. Taxonomic assignments were made in RDP at 80% sequence similarity unless otherwise indicated (*), where sequence similarity was lowered to 60%. Other taxa are phyla that constituted less than 2% of recovered reads. Additional information on host animal sex and length (cm) are also included. Normalized bacterial class-level composition. Taxonomic assignments were made in RDP at 80% sequence similarity unless otherwise indicated (*), where sequence similarity was lowered to 60%. Other taxa are phyla that constituted less than 2% of recovered reads. Additional information on host animal sex and length (cm) are also included. Normalized bacterial class-level composition. Taxonomic assignments were made in RDP at 80% sequence similarity unless otherwise indicated (*), where sequence similarity was lowered to 60%. Other taxa are phyla that constituted less than 2% of recovered reads. Additional information on host animal sex and length (cm) are also included. Data processing information including number of raw reads, number of chimera, and sequence information following trimming. Information on OTUs presented for both 97% and 96% sequence similarity. OTU endemism is based on Bray Curtis ( -diversity) calculations and matrices, and reflects the percentage of OTUs only recovered from that specific sample and absent from any other GI tract samples. 
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Shared OTUs
Samples were divided into two broad datasets to reflect rearing history (wild and farmed), or season, specifically spring (S) and winter (W). Additional annotation reflects the labeling scheme per individual (e.g. "Wf" is the number of shared OTUs observed in the winter individual, F). Dashes indicate a comparison in shared bacterial groups was not possible due to unavailable tissues for processing. Taxonomic assignments of shared OTUs are presented in Supplementary ( -value) were established at P < 0.05 (*), 0.05-0.01 (**), and P < 0.001 (***). . Sample types (e.g. feces, stomach contents) are noted as well as number of individuals sampled in each study. Data modified from 10 .
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